Signal peptide sequence analysis of selected protein sequences from Cryptosporidium parvum by Barudin, Mohd Aiman et al.
Scopus
Document details
 1 of 1
Signal  peptide  sequence  analysis  of selected  protein  sequences  from 
cryptosporidium  parvum (Article) (Open Access)
,  ,   
Department of Biomedical Science, Kulliyyah of Allied Health Sciences, International Islamic University Malaysia,
Jalan Sultan Ahmad Shah, Bandar Indera Mahkota, Kuantan, Pahang 25200, Malaysia
Department of Basic Medical Sciences, Kulliyyah of Nursing, International Islamic University Malaysia, Jalan Sultan
Ahmad Shah, Bandar Indera Mahkota, Kuantan, Pahang 25200, Malaysia
Integrated Cellular and Molecular Biology Cluster (iMolec), International Islamic University Malaysia, Jalan Sultan
Ahmad Shah, Bandar Indera Mahkota, Kuantan, Pahang 25200, Malaysia
Abstract
Background and Objective: Studies on signal peptides remain little and lacking to Cryptosporidium. This study
represents the first attempt to investigate selected putative protein sequences of Cryptosporidium parvum in its
established genome database for signal peptide. Methodology: Prediction analysis of protein sequences and
identification of signal peptides on this parasite were analysed by SignalP 4.1 server. A total of 100 protein sequences
were randomly selected and analysed, of which 6 (6%) corresponded to be predicted as signal peptide sequences.
Results: Based on the comparison of sequences with database protein sequences in GenBank NCBI, almost all protein
sequences were highly conserved with other protein sequences from different species of Cryptosporidium.
Considering the secretory proteins in Cryptosporidium, several virulence protein sequences of this parasite may also
show presence of N-terminal signal peptide or not. Conclusion: Hence, further studies need to be carried out for
identification of N-terminal signal peptide function in Cryptosporidium for facilitating its virulence and pathogenesis
pathway. © 2018 Mohd Aiman Barudin et al.
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